Supplementary Figure 2. EMSA showing binding of KLF3-V5, DL-V5
and DBD-V5 to DNA. Constructs were expressed from pMT3 in 3T3-fibroblasts and binding of nuclear extracts to a Klf8 CACCC-box probe assessed (1). KLF3-V5 and DL-V5 show equivalent binding, while DBD-V5 binds more strongly (upper panel). Supershifts were performed with an anti-V5 antibody. Western blotting, also with an anti-V5 antibody, confirmed equal expression of all three constructs (lower panel). Probe sequences are given in Supplementary Table 2 Vertical lines indicate a greater than 2.0 fold difference between the two cell lines. The horizontal bar shows a P-value cut-off of 0.05.
Supplementary Figure 9.
De novo KLF3 motifs derived from KLF3 peaks in different genomic regions. Motif discovery was performed using MEME (4) on the 100 bp of the top 500 peaks in each region ranked by peak height. The frequencies of motifs are indicated below each position weight matrix.
Supplementary Figure 10. Co-occurrence of known transcription factor motifs enriched in KLF3 promoter (A), intronic (B), or intergenic peaks (C).
The enrichment of known motifs at KLF3 peaks in various genomic regions was established using HOMER (5) . Background sequences with equivalent di-nucleotide composition to the KLF3 peaks were also selected and the presence of the designated motifs in these background sequences is also given.
Supplementary Figure 11. (A)
Relative contribution of each residue in the KLF3 consensus sequence to DNA-binding affinity. The relative binding intensity of KLF3 to probes containing point mutations in a sequence derived from the β-globin promoter (6) was examined by EMSA. The x-axis gives the position of each mutation and the base substitution. The numbering of the consensus maps to the binding motif in Figure 4A and a representative EMSA is shown in Figure 4F . Band intensities were determined using ImageJ v1.47 and are the average of two independent assays. Error bars show the standard error of the mean. Table 2 ) (6). A solid black line is included to indicate the splicing of two separate gels.
Supplementary Figure 13. Motif differences between KLF3, ΔDL and DBD peaks.
De novo motif discovery was performed on the central 100 bp of the top 500 peaks ranked by peak height using MEME (4) . Note that the frequency at which the motif occurs in the top 500 peaks is given below each motif. Note: Supplementary Tables 5 and 6 
Supplementary Tables
Description Oligo sequence 5'  3' Klf8 sense GGGCCCGCCCCACCCCCTCCT Klf8 anti-sense AGGAGGGGGTGGGGCGGGCCC β-globin sense TAGAGCCACACCCTGGTAAG β-globin anti-sense CTTACCAGGGTGTGGCTCTA β-globin 1G>C sense TAGACCCACACCCTGGTAAG β-globin 1G>C anti-sense CTTACCAGGGTGTGGGTCTA β-globin 1G>T sense TAGATCCACACCCTGGTAAG β-globin 1G>T anti-sense CTTACCAGGGTGTGGATCTA β-globin 1G>A sense TAGAACCACACCCTGGTAAG β-globin 1G>A anti-sense CTTACCAGGGTGTGGTTCTA β-globin 2A>G sense TAGAGGCACACCCTGGTAAG β-globin 2A>G anti-sense CTTACCAGGGTGTGCCTCTA β-globin 3C>G sense TAGAGCGACACCCTGGTAAG β-globin 3C>G anti-sense CTTACCAGGGTGTCGCTCTA β-globin 4A>T sense TAGAGCCTCACCCTGGTAAG β-globin 4A>T anti-sense CTTACCAGGGTGAGGCTCTA β-globin 5C>G sense TAGAGCCAGACCCTGGTAAG β-globin 5C> G anti-sense CTTACCAGGGTCTGGCTCTA β-globin 6A>C sense TAGAGCCACCCCCTGGTAAG β-globin 6A>C anti-sense CTTACCAGGGGGTGGCTCTA β-globin 7C>G sense TAGAGCCACAGCCTGGTAAG β-globin 7C>G anti-sense CTTACCAGGCTGTGGCTCTA β-globin 8C>G sense TAGAGCCACACGCTGGTAAG β-globin 8C>G anti-sense CTTACCAGCGTGTGGCTCTA β-globin 9C>G sense TAGAGCCACACCGTGGTAAG β-globin 9C >G anti-sense CTTACCACGGTGTGGCTCTA β-globin 10T>G sense TAGAGCCACACCCGGGTAAG β-globin 10T>G anti-sense CTTACCCGGGTGTGGCTCTA
Supplementary Table 3. Primer sequences for ChIP
Locus (F/R) Primer sequence 5'  3' Klf8 -4.5kb exon 1a-F (Ctrl 1) GGTTTCTGAGACCTAACACTTCACACT Klf8 -4.5kb exon 1a-R CCATTTAGTCATCCAGCGAACAA Klf8 +33kb exon 1a-F (Ctrl 2) AACCTGGGTGCCTCCTTGTA Klf8 +33kb exon 1a-R TCATGCCTTTGACTTTAGTGCTTT Klf8 +0.25kb exon 1a-F (Klf8a) CCAGCTCGTGCACACTGAA Klf8 +0.25kb exon 1a-R GAAGCCTTAACATCAGGAGTGGAA Lgals3- (-20kb 
